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Objective: To study the expression of E6 and E7 mRNA in high-risk human papillo-
mavirus (HPV) HPV-18 and the relationship between the expression of invasive gene and
cervical carcinoma.

Methods: A total of 119 patients with cervical cancer, cervical erosion and cervical HPV
infection who were diagnosed in our hospital were selected and randomly divided into
two groups: cervical cancer group (n = 58) and non-cancerous group (n = 61). Another 60
patients with uterine leiomyoma were selected as normal control group. Detection of
HPV18 E6, E7 mRNA expression and invasion, migration, proliferation inhibition genes,
epithelial mesenchymal transition genes and proliferation related protein content.
Results: The relative expression of E6 and E7 HPV-18 in cervical cancer group was
significant higher than that in non-cancerous group and control group (mRNA)
(P < 0.05). The content of TRAF6 and c-FLIP in invasive cervical cancer group was
significantly higher than that in non-cancerous group and control group (P < 0.05). The
mRNA content of CD44v6 and MMP-9 in cervical cancer group was significantly higher
than that in non-cancerous group and control group (P < 0.05). The content of DEC-1,
IKK16, MBP-1 in cervical cancer group was significant lower than that in non-
cancerous group and control group (P < 0.05). The mRNA content of beta -catenin
and Vimentin in cervical cancer group was significantly lower than that in non cancerous
group and control group (P < 0.05). The proliferation related protein E2F1 of cervical
cancer group was significantly lower than that of non-cancerous group and control group,
Bmi-1 content was significantly higher than non-cancerous group and control group
(P < 0.05).

Conclusions: The expression of the detection of cervical cancer in high-risk human
papilloma virus HPV-18 E6 and E7 mRNA, and the invasion, migration, proliferation
inhibition gene, epithelial mesenchymal transition and proliferation related gene protein
content, HPV expression rate of mRNA increased with the development of cervical
cancer, the expression is also enhanced. The expression has a certain correlation between
the level and development of cervical cancer. Through the above indicators, the devel-
opment of cervical cancer monitoring and treatment to provide important clinical
guidance.

1. Introduction

degree of malignancy. Nearly ten thousand women were diag-
nosed with cervical cancer worldwide each year, especially in

Cervical carcinoma is the second most common malignant  developing countries and shows younger trend, of which the
tumor only after breast cancer in women, which is the highest mortality ranks first in female malignancies. The global average
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annual new cervical carcinoma is more than 50 million cases,
with death of over 20 million cases. In China, there are 130000
new cases each year, accounting for 1/3 of the world. In 1970s,
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cervical cancer, numerous studies have shown that HPV infec-
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reason for vast majority of cervical precancerous lesions and
cervical carcinoma [1.2]. HPV infection is the leading pathogenic
factor of cervical carcinoma. The occurrence of 99.7% cervical
carcinoma is related to HPV infection, and the same subtype
of high-risk HPV persistent infection is the leading cause of
cervical carcinoma [3-6]. There are about 193 kinds of HPV
DNA or mRNA detection methods in the world, and it is very
important to check HPV for the diagnosis, the evolution of
cervical cancer, the follow-up and prognosis evaluation. To
discuss the HPV18 E6, E7 mRNA expression in cervical car-
cinoma tissue and its relationship with cervical carcinoma, to
analyze its interaction with cervical carcinoma and to study the
role and mechanism of HPV18 E6, E7 mRNA in cervical car-
cinoma will provide biomolecular evidence for the formation of
cervical carcinoma, thus guiding early diagnosis, prevention and
treatment.

2. Materials and methods
2.1. General materials

A total of 119 patients with cervical cancer, cervical erosion
and cervical HPV infection who were diagnosed in our hospital
from 1st February to 30th June 2015 were selected and randomly
divided into two groups: cervical cancer group (n = 58) and non-
cancerous group (n = 61). In cervical cancer group (n = 58), the
age range was 36—60 years, as for CIN type, there were 23 cases
of type I, 19 cases was type II, and 16 cases was type III. While
in non-cancerous group (n = 61), the average age range was 34—
57 years, 34 cases were cervical erosion and 27 cases were
cervical HPV infection. Another 60 patients who underwent
resection of uterine leiomyoma were enrolled as normal control
group. Inclusion criteria: (1) patients associated with cervical
hyperemia, erosion and cervical hyperplasia; (2) patients are in
line with “TBS classification” in the diagnostic criteria revised
by the International Cancer Society; (3) patients without sex
hormones treatment or undergoing cervical surgery before
admission within 3 months. Clinical manifestations were mainly
diagnosed with contact bleeding or abnormal vaginal bleeding,
abnormal vaginal discharge, lower abdominal pain. All the pa-
tients had no history of CIN, cervical cancer, pelvis radiation
therapy, total hysterectomy and without pregnancy. Three days
before collecting samples, patients did not have vaginal irriga-
tion and drug use. Normal cervical tissue was obtained from the
uterine cervix for excision of uterine leiomyoma. All of the
patients were not treated with radiotherapy and chemotherapy
before undergoing operation. All patients were operated by a
skilled clinician. Part of the tissue was used for pathological
diagnosis, and the remaining part was frozen in liquid nitrogen
for the extraction of mRNA. Consents were obtained from the
patients before the experiment and informed consents were

Table 1

signed. General materials like gender and age in each group had
no statistical difference and were comparable (P > 0.05).

2.2. Methods

2.2.1. Collection and preservation of the clinical
samples

The appropriate amount of specimens of the lesion was taken
and cleaned by saline for 3-5 times. After that, sample was
transferred into the cryopreservation tube, frozen in liquid nitrogen
for 30 min, and placed in refrigerator at —80 °C for further use.

2.2.2. Determination of HPVI18 E6 and E7 mRNA

Reverse Transcription System (Promeg cat# A 3500) kits
were used and strictly performed according to the Kit instructions
for reverse transcription. RNA sample of 9.75 puL (1 pg) was
added, and after sufficient mixing of reaction system (20 pL),
centrifugation was used. The reaction condition of the sample
was: 42 °C, 60 min, 99 °C, after 5 min the reaction was ended,
and the outcome was cooling at 4 °C and placed at —20 °C for
further use. Primer sequence of gene HPV18 E6 was U:
GCGCTTTGAGGATCCAACAC, D: ACGAATGGCACT
GGCCTCTA, with the amplified length of 415 bp; Primer
sequence of gene HPV18 E7 was U: AAGAAAACGAT-
GAAATAGATGGA, D: GGCTTCACACTTACAACACA, with
the amplified length of 100 bp. The PCR reaction system was as
follows: 2.5 pL. 10 x PCR buffer, 0.5 pL dNTPs (10 mmol/L),
25 mmol/L MgCl, 0.8 pL, 0.1 pL Taq enzyme (5 U/uUL), primer
F (10 pg/L) 0.5 mL, 0.5 pL primer R (10 pg/L), probe (10 pg/L)
1 pL, 5 pL cDNA, adding ddH,O to 25 pL system. After
centrifugation for 10 s at low temperature, PCR was carried out,
with the apparatus selected of Roche Light Cycler fluorescence
PCR Thermal cyclers. The reaction temperature transmission rate
of each step was set to 20 °C/s, and each cycle of fluorescence
was detected at 62 °C of 40 s. A negative control was used to
monitor the experimental contamination. Positive control was
used to monitor if RNA was extracted successfully. The ratio of
E6, E7 expression and internal reference P-actin expression was
regarded to its relative expression.

2.2.3. Detection method of the target gene

Tissues of cervical cancer, cervical erosion and cervical HPV
infection were collected and Trizol lysate was added to grind the
tissues sufficiently. Then RNA was reverse transcribed into
cDNA using a reverse transcription kit. cDNA sample was taken
to perform fluorescent quantitation PCR and amplified the target
gene TRAF6, c-FLIP, D44v6, MMP9, DEC-1, IKK16, MBP-1,
B-catenin, Vimentin, E2F1, Bmi-1 and internal reference gene
GAPDH, respectively. After obtaining amplification curve, the
mRNA contents of the above-mentioned genes were calculated
with GAPDH as the internal reference.

Comparison of HPV18 E6, E7 mRNA and invasion gene expression in each group.

Group n HPV-18 E6 HPV-18 E7 TRAF6 c-FLIP
mRNA mRNA
Cancerous group 58 3.76 = 0.31 2.89 = 0.21 2.32 + 0.31 2.17 = 0.24
Non-cancerous group 61 0.20 = 0.04* 0.19 = 0.03* 0.61 = 0.07* 0.59 = 0.16*
Control group 60 0.24 + 0.04* 0.23 + 0.02* 0.46 + 0.04* 0.44 £ 0.06*
(X=xs).

Note: Compared with cancerous group, *P < 0.05.
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2.3. Statistical analysis

SPSS16.0 statistical software was used to analyze the
experimental data. 7-test was used for measurement data
which were expressed as (X+s). 3> was used for enumeration
data. Spearman test was used for correlation analysis. P < 0.05
was considered as significant difference.

3. Results

3.1. Comparison of HPVI18 E6, E7 mRNA and
invasion gene expression in each group

In comparison of HPV18 E6, E7 mRNA and invasion gene
expression in each group, E6 and E7 mRNA expression of
HPV18 had no significant difference in non-cancerous group
compared with those in control group (P > 0.05). E6 and E7
mRNA expression of HPV18 was all higher in cancerous
group compared than those of in non-cancerous and control
groups, which had significant difference (P < 0.05). The
contents of TRAF6 and c-FLIP in non cancerous and control
groups had no significant difference (P > 0.05). The contents
of invasion genes TRAF6 and c-FLIP were all higher in
cancerous group compared than those of in non cancerous and
control groups, which all showed significant difference
(P < 0.05) (Table 1).

3.2. Comparison of expression of migration and
proliferation inhibitor gene in each group

The contents of migration genes CD44v6 and MMP9
mRNA had no significant difference in non cancerous and
control groups (P > 0.05); the mRNA contents of CD44v6 and
MMP?9 in cancerous group was significant higher than those of
in non cancerous and control groups, which all showed sta-
tistical difference (P < 0.05). The contents of proliferation
inhibitor genes DEC-1, IKK16 and MBP-1 had no significant
in the comparison of non cancerous and control groups
(P > 0.05). In cancerous group, the contents of proliferation
inhibitor genes DEC-1, IKK16 and MBP-1 were obviously
lower than those of in non cancerous and control groups,
which all showed statistical difference (P < 0.05) (Table 2).

3.3. Comparison of contents of epithelial and stromal
transforming gene and proliferation related protein in
each group

The mRNA contents of epithelial and stromal transforming
genes P-catenin and Vimentin had no significant difference in
non-cancerous and control groups (P > 0.05). In cancerous
group, the mRNA contents of B-catenin and Vimentin were
obviously lower than those of in non-cancerous and control
groups, which all showed statistical difference (P < 0.05).
The contents of proliferation related proteins E2F1 and Bmi-1
had no significant difference in non-cancerous and control
groups (P > 0.05). In cancerous group, proliferation related
protein E2F1 was significantly lower than that of in non-
cancerous and control groups, while the content of Bmi-1
was obviously higher than that of in non-cancerous and
control groups, all showing statistical difference (P < 0.05)
(Table 2).

Table 2

Comparison of migration and proliferation inhibitor gene expression levels as well as contents of epithelial and stromal transforming gene and proliferation related proteins in each group.

Transforming gene and proliferation related proteins

Inhibitor gene expression levels

Group

Bmi-1
265.31 = 23.70

207.42 + 24.51"

E2F1
101.36 + 9.37

p-catenin Vimentin
4.05 + 0.48

1.59 + 0.22

MBP-1
25.73 + 1.83

IKK16

73.73 £ 5.86

DEC-1
112.38 + 11.36

MMP9

1.89 = 0.13

CD44v6
327 £0.42

112.86 + 12.53"

194.64 + 11.52"
212.68 + 19.56"

2.08 + 0.23"
1.97 + 0.31°

2.87 +0.217
3.09 = 0.23"

s

4727 +2.76"
58.38 + 5.47

109.87 + 9.85"
148.78 + 15.59"

194.34 + 14.68"
223.48 + 22.47"

s
s

1.17 = 0.10
1.98 +0.17"

223 +0.22"
217 £ 0.16"

58
61
60

Non cancerous group

Cancerous group
Control group

Note: Compared with cancerous group, *P < 0.05.
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4. Discussion

HPV infection is related with age. Positive young patients
may sometimes accept unnecessary colposcopy, biopsy or even
over-treatment. High-risk long-term infection of HPV can easily
increase the incidence of cervical intraepithelial neoplasia and
cervical cancer. HPV is a non-enveloped DNA virus, and has a
very strict tissue characteristics, which mainly attacks issues like
the skin and the squamous epithelium. According to the HPV
subtypes carcinogenic risk level by the World Health Organi-
zation, HPV can be divided into two types of low-risk and high-
risk. (1) Low-risk is mainly caused by the external genital and
anal exocrine warts lesions and low cervical intraepithelial
neoplasia. (2) High-risk: in addition to causing genital warts, the
more important is the cause of genital cancer, cervical cancer
and a high degree of cervical intraepithelial neoplasia. High-risk
HPV plays an important role in cervical squamous cell carci-
noma, which is closely related to the occurrence of cervical
squamous cell carcinoma. The study was found that the positive
rate of high-risk HPV type of cervical cancer can reach 50%—
90%. The HPV viral genome has many partition ways, of which
genetic structure can be divided into three parts: early region (E)
and late region (L), and long control region (LCR) [7.8]. The
early proteins encoded by E1-6 and E7 are involved in the
transcriptional regulation of DNA and the transcriptional regu-
lation of DNA and cell transformation. The occurrence of cer-
vical cancer associated with oncogene activation,
suppressor gene inactivation and immunomodulatory mecha-
nism of imbalance caused cell proliferation and apoptosis
abnormal changes. HPV E6/E7m RNA is a viral oncogene that
binds to the tumor suppressor genes P53 and Rb of the host cell,
resulting in cancerous cell cycle control abnormalities. A key
factor in the progression of malignant progression of cervical
lesions is E6E7 overexpression, and many investigators have
suggested that EGE7m RNA, which reflects its transcriptional
activity during E6/E7 oncoprotein expression, may be more
predictive of disease progression. As the role of E6 and E7
oncoprotein in the carcinogenesis of cervical cancer becomes
more and more clear, many researchers have suggested that E6/
E7 mRNA expression in E6 and E7 may be more predictive of
disease progression. Among the TRAF members, the strongest
NF-kB-mediated downstream of CD40 was TRAF6. TRAF6
may be the main mediator of CD40 signaling, and it is not clear
that TRAF6 acts on some transcription factor and kinase in the
CDA40 signaling pathway. Within the cytoplasm of the CD40
there is a site that binds to the framework protein TRAF6. From
the linear structure, the distal portion of the cytoplasmic portion
of CD40 has a TRAF6 binding site. However, other studies
suggest that TRAF6 is not involved in the NF-kB signaling
pathway, and the activation of NF-kB in the cells is not affected
by the removal of the TRAF6 binding site of CD40. C-Flip is a
protein that is very similar to v-Flip. C-Flip can compete with
Caspase-8, Caspase-10 and/or FADD by blocking the signal
transduction of Caspase-8, Caspase-10 activation and DISC
formation through two N-terminal DEDs, leading to the inability
to continue Caspases Cascade reaction. It leads to TRAIL-R and
other cell death receptor-mediated apoptosis signal transduction
block, and thus inhibits the role of apoptosis. C-FLIP is a kind of
apoptosis-inhibitory protein found in recent years, containing
death effect domain, which can inhibit Fas, DR3, TRAILR-
mediated apoptosis. It included to forms, namely C-FLIP-L
and c-FLIP-S, respectively. Among them, C-FLIP-L is an

tumor

important factor affecting drug resistance of tumor cells [9-11].
There was no significant difference in the relative expression
of E6 and E7 mRNA of HPV-18 in the non-cancerous group
and the control group (P > 0.05). In cancerous group, expression
of E6 and E7 of HPV-18 were all higher than those in non-
cancerous group and control group (P < 0.05), which showed
significant difference. It indicated that HPV-18 is relevant to the
occurrence of cervical cancer, and the increase of relative
expression has positive correlation with the occurrence of cer-
vical cancer. The contents of TRAF6 and c-FLIP had no sig-
nificant differences in non cancerous and control groups
(P > 0.05). The contents of invasion genes TRAF6 and c-FLIP
in cancerous group were all significantly higher than non
cancerous and control groups (P < 0.05), which indicated that
invasion genes in cervical issue plays a role on tissue cells,
leading to variability of growth of cervical tissue cell and in-
crease of invasion, which is the influencing factor of the inci-
dence of cervical cancer.

CD44v6 is the most important variant of CD44, belonging to
the tumor metastasis-related genes. The encoded protein can
promote tumor cells and extracellular matrix components with
each other, and then through a variety of transmembrane
signaling pathways to promote cell invasion and migration.
MMP?9 is an important member of the matrix metalloproteinases
family, which has hydrolysis on a variety of compositions of
extracellular matrix and the basement membrane. Loss of
extracellular matrix and basement membrane components cre-
ates favorable conditions for tumor cell migration. DEC-1 is
widely expressed in many normal tissues and is a kind of tran-
scription factor containing basic helix-loop-helix domain. It
regulates the expression of related genes by binding Ebox cis-
acting element. Related studies have shown that DEC-1 and
chronic and acute hypoxia-related, can regulate cell proliferation
and differentiation, and participate in the induction of apoptosis,
which has a very important role in the regulation of physio-
logical cycle and tumor occurrence. NF-kB plays a very
important role in the occurrence and invasion of glioma and the
resistance to chemoradiotherapy. It is mainly protein kinase
(IKK) that regulated NF-kB activity, and IKK-16 is one of the
IKK-specific inhibitors [12-14]. The major component of IKK is a
large protein kinase complex that is activated by NF-kB. The
human c-myc promoter binding protein (MBP-1) is located on
the human chromosome 1p35-pter, and MBP-1 has no enzy-
matic activity and is located predominantly in the nucleus. P2
plays an important role in normal cell proliferation, initiating
75%—-90% of human c-Myc mRNA. MBP-1 can bind upstream
of the transcription initiation site of P2 promoter, and negatively
regulates c-Myc. MBP-1 is not only dependent on the expression
of c-Myc, but can be linked to the promoter of COX-2 and
down-regulated the expression of COX-2. MBP-1 up-regulates
miR-29b and inhibits the growth of tumors by inhibiting the
expression of Mcl-1, MMP-2 and collagen [15.16]. There was no
significant difference in the expression of CD44v6 and MMP9
mRNA in the comparison of the non-cancerous group and the
control group (P > 0.05). The mRNA levels of CD44v6 and
MMP-9 in cervical cancer group were significantly higher than
those in non-cancerous group and control group (P < 0.05),
which indicated that the migration gene of cervical cancer was
highly expressed, and the variation of cell migration ability was
changed, thus promoting cervical cancer cell migration and
distant metastasis. There was no significant difference in the
content of proliferation inhibitor genes (DEC-1, IKK16, MBP-1)
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between the non-cancerous group and the control group
(P > 0.05). The proliferation inhibitor genes DEC-1, IKK16,
MBP-1 in cervical cancer group were significantly lower than
those in non-cancerous group and control group (P < 0.05),
indicating that the proliferative ability of cervical cancer tissue
was affected and the abnormal proliferation was not restricted,
leading to cancer cell variation and influencing the incidence of
cervical cancer.

Epithelial-mesenchymal transition (EMT) is an important
process in which cells obtain kinetic and invasive properties. In
the process of EMT, epithelial cells are transformed into
mesenchymal cells through specific procedures and acquire
strong invasion and metastasis. TGF- is an upstream regulatory
molecule that influences the process of EMT, and NF-kB and
Par-4 increase the expression of N-cadherin and Vimentin.
Meanwhile, the expression of E-cadherin and [-catenin
decreased, the polarity of E-cadherin decreased and the kinetic
energy was enhanced, which was more likely to local infiltration
and distant metastasis. The E2Fs transcription factor family
regulates gene expression and DNA replication associated with
cell cycle progression. E2F1 is one of its members, but also has
a unique pro-apoptotic effect. It is suggested that E2F1 may
play an apoptotic role by enhancing the sensitivity of cells to
apoptotic stimuli, inhibiting the activation of anti-apoptotic
signaling pathways, activating p53-independent or p53-
dependent apoptotic signaling pathways. Human Bmi-1 gene
located in the short arm of chromosome 10, 13 region, and its
structure contains 10 exons and 10 introns. A protein containing
326 amino acids is encoded by an open reading frame con-
taining a helix-turn-helix-turn domain located in the central
conserved DNA-binding domain and a loop-finger domain
located at the N-terminus, which both contribute to tumor for-
mation and cell transformation. The present study has confirmed
that Bmi-1 in a variety of tumors was high expression, and the
occurrence and development of cancer, but the relationship
between prognosis is not mentioned in the text. Recently, some
studies have confirmed that Bmi-1 directly involved in tumor
development and invasion and metastasis. Bmi-1 plays an
important role in mammalian, hematopoietic, neurological and
skeletal development during embryonic development [17.18].
Bmi-1 cells, which are highly expressed in tumor cells, are
considered to be “cancer stem cells” in tumors during tumor
development and progression. It is found that Bmi-1 gene paves
a new way for the tumor occurrence mechanism, the clinical
pathology and prognosis. The mRNA levels of B-catenin and
Vimentin in the non cancerous group and the control group
were not statistically different (P > 0.05). The mRNA levels of
B-catenin and Vimentin in cervical cancer group were signifi-
cantly lower than those in non cancerous group and control
group (P < 0.05), indicating that the decrease of epithelial
marker expression was related to the occurrence of cervical
cancer. There was no significant difference in the content of
E2F1 and Bmi-1 between the non cancerous group and the
control group (P > 0.05). The level of Bmi-1 in cervical car-
cinoma was significantly lower than that in non cancerous group
and control group (P < 0.05), which indicated that the expres-
sion of E2F1 in cervical cancer was reduced, leading to cell
proliferation of a series of related gene transcription activation,
suggesting that the occurrence of cervical cancer and cell pro-
liferation protein were relevant.

According to the above research, we found that the expres-
sion of HPV mRNA increased with the development of cervical

cancer, and the expression level of HPV mRNA was also
positively correlated with the development of cervical cancer.
Through the detection of these indicators, it provides an
important clinical guidance for the development of cervical
cancer monitoring and treatment.

Conflict of interest statement

We declare that we have no conflict of interest.

References

[1] Abboud S, De Penning E, Brawner BM, Menon U, Glanz K,
Sommers MS, et al. Cervical cancer screening among Arab women
in the United States: an integrative review. Oncol Nurs Forum
2017; 44(1): E20-E33.

Cook DA, Smith LW, Law J, Mei Wendy, van Niekerk Dirk J,

Ceballos Kathy, et al. Aptima HPV assay versus hybrid capture 2

HPYV test for primary cervical cancer screening in the HPV FOCAL

trial. J Clin Virol 2016; 11(87): 23-29.

Li X, Liu YQ, Fang ZW. Expression of P16, Ki67 and cyclinD1 in

cervical cancer and the early diagnosis of cervical cancer with TCT

and HPV-DNA. Mater Child Health Care China 2016; 4: 829-831.

Kuo CY, Schelz Z, Téth B. Investigation of anticancer mechanism

of compounds derived from Juncus inflexus root extract on cervical

cancer cells. Planta Med 2016; 81(SO1): S1-S381.

Voruganti T, Moineddin R, Jembere N, Elit L, Grunfeld E,

Lofters AK, et al. Comparing stage of diagnosis of cervical cancer

at presentation in immigrant women and long-term residents of

Ontario: a retrospective cohort study. CMAJ Open 2016; 4(3):

E424-E430.

McBride E, Marlow L, Forster AS, Moss S, Myles J, kitchener H,

et al. Psychological Impact of Primary Screening (PIPS) for HPV: a

protocol for a cross-sectional evaluation within the NHS cervical

screening programme. BMJ Open 2016; 6(12): e014356.

[7] LiJX, Tan XY, Zhang P. MicroRNA-375 regulates cytotoxicity of

CIK cells on cervical cancer SiHa cells by inhibiting the expression

of YAP gene. Tumor 2016; 1: 43-51.

Rizou N, Moris D, Pikoulis E, Dimitrokallis N, Mpaili E,

Felekouras E, et al. Minimally invasive lymphadenectomy in

uterine cervical cancer: a systematic review. Anticancer Res 2016;

37(1): 335-342.

[9] Murakami T, Murata T, Kawaguchi K, Kiyuna T, Igarashi K,
Hwang HK, et al. Cervical cancer patient-derived orthotopic
xenograft (PDOX) is sensitive to cisplatinum and resistant to nab-
paclitaxel. Anticancer Res 2016; 37(1): 61-65.

[10] Teengam P, Siangproh W, Tuantranont A, Teengam P,
Siangproh W, Tuantranont A. Electrochemical paper-based peptide
nucleic acid biosensor for detecting human papillomavirus electro-
chemical paper-based peptide nucleic acid biosensor for detecting
human papillomavirus. Anal Chim Acta 2016; 2(1): 32-40.

[11] Saeki H, Tsutsumi S, Yukaya T, Saeki H, Tsutsumi S, Yukaya T,
et al. Clinicopathological features of cervical esophageal cancer.
Clinicopathological features of cervical esophageal cancer: retro-
spective analysis of 63 consecutive patients who underwent sur-
gical resection. Ann Surg 2017; 265(10): 130-136.

[12] Zhang W, Liu Z, Hu XX, Lin YX, Li MY, Wang LL. Analysis of
the relationship between abnormal expression of microRNA and
HPV-16 E6/E7 gene in cervical. Chin J Pract Diagn Ther 2016; 2:
120-123.

[13] Tajiri H, Tsutsumi R, Nishimura S, Nakaji Y, Kudou K,
Akiyama S, et al. Clinicopathological features of cervical esopha-
geal cancer: retrospective analysis of 63 consecutive patients who
underwent surgical resection. Ann Surg 2017; 265(1): 130-136.

[14] Haelens A, Roche L, Bastos J, Haelens A, Roche L, Bastos J, et al.
Trends in net survival from cervical cancer in six. Trends in net
survival from cervical cancer in six European Latin countries: re-
sults from the SUDCAN population-based study. Eur J Cancer
Prev 2016; 26: S92-S99.

2

[

[3

—

[4

=

[5

—_

[6

_

[8

[l


http://refhub.elsevier.com/S1995-7645(17)30096-2/sref1
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref1
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref1
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref1
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref2
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref2
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref2
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref2
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref3
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref3
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref3
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref4
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref4
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref4
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref4
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref5
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref5
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref5
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref5
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref5
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref6
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref6
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref6
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref6
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref7
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref7
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref7
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref8
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref8
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref8
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref8
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref9
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref9
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref9
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref9
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref10
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref10
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref10
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref10
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref10
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref11
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref11
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref11
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref11
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref11
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref12
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref12
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref12
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref12
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref13
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref13
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref13
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref13
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref14
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref14
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref14
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref14
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref14

200 Zhai Lu et al./Asian Pacific Journal of Tropical Medicine 2017; 10(2): 195-200

[15] Ghib Para CG, Sferdian MF, Dacu V, Paiusan L, Ioiart I. Clinical
and morphological considerations in one case with cervical cancer
and right ureterohydronephrosis. Rom J Morphol Embryol 2016;
57(3): 1155-1158.

[16] Ichiyasu H, Sakamoto Y, Yoshida C, Sakamoto Kazuhiko,
Fujita Ryosuke, Nakayama Go, et al. Rapidly progressive interstitial
lung disease due to anti-MDA-5 antibody-positive clinically amyo-
pathic dermatomyositis. Resp Med Case Rep 2017; 20(1): 51-54.

[17] Yang LJ, Yao YF, Yan ZL, Yang HY. Systematic review of
HPV16 E6/E7 genetic variation and the development of cervical
cancer. J Mod Oncol 2016; 11: 1829-1832.

[18] Heberer Meredith A, Komenaka Ian K, Nodora Jesse N, Hsu Chiu-
Hsieh, Gandhi Sonal G, Welch Lauren E, et al. Factors associated
with cervical cancer screening in a safety net population. World J
Clin Oncol 2016; 5: 406-413.


http://refhub.elsevier.com/S1995-7645(17)30096-2/sref15
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref15
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref15
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref15
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref16
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref16
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref16
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref16
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref17
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref17
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref17
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref18
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref18
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref18
http://refhub.elsevier.com/S1995-7645(17)30096-2/sref18

	Expression and clinical significance of high risk human papillomavirus and invasive gene in cervical carcinoma
	1. Introduction
	2. Materials and methods
	2.1. General materials
	2.2. Methods
	2.2.1. Collection and preservation of the clinical samples
	2.2.2. Determination of HPV18 E6 and E7 mRNA
	2.2.3. Detection method of the target gene

	2.3. Statistical analysis

	3. Results
	3.1. Comparison of HPV18 E6, E7 mRNA and invasion gene expression in each group
	3.2. Comparison of expression of migration and proliferation inhibitor gene in each group
	3.3. Comparison of contents of epithelial and stromal transforming gene and proliferation related protein in each group

	4. Discussion
	Conflict of interest statement
	References


